Trans-Eurasian clade of B. anthracis.
The whole genome of a representative strain of this type, Ba4599, had previously been sequenced (2) . Strains related to strains associated with those isolated from European drug users, which belong to the A.Br. 008/011 canSNP cluster but are still genetically distinct, have so far only been identified from Turkey (2). However, more isolates from other relevant regions need to be investigated to confirm the likely geographic source.
In June 2012, after a 20-month gap, 2 new cases of injectional anthrax in heroin consumers were reported in Bavaria (5, 6) . Additional cases have been reported since then from Germany, Denmark, the United Kingdom, and France, leading to 26 deaths as of August 2013 (7).
Molecular phylogenetic methods were used to determine the genetic relatedness of these strains with Ba4599 (8, 9) . Genotyping results using canonical single nucleotide polymorphisms (SNPs) (Figure) (2, 4) placed all of these strains along branch A.Br.008 within the Trans-Eurasian group of B. anthracis (10). Further hierarchical fine-scale typing of the isolates by interrogating SNPs that were discovered from the heroin-associated strain Ba4599 (2) indicated that all isolates are identical at these SNPs (Figure)  (7) . The initial strain isolated in Norway in 2000 also falls into this group (7) . In addition, analysis by multiple locus variable number tandem repeats suggested that all investigated strains are closely related, differing at just 2 markers (7). Thus, we conclude that all injectional anthrax isolates likely came from the same source.
This reemergence of drug-related anthrax in Europe strengthens the view that heroin may provide a continuing route of entry for B. anthracis into Western Europe (2) . Ideally, this unfortunate deadly incident could offer an opportunity to sensitize heroin users to the risks for severe infection and to educate public health officials to be vigilant for this rare disease. This study also shows the power of molecular genotyping approaches for trace-back analysis of infectious disease agents.
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